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Supplementary Table S1-S3 

Supplementary Table S1. Combined correlation (all four sampling sites) between 

antimicrobial resistance genes. Significantly correlated genes are highlighted. 

Supplementary Table S2. Correlation between antimicrobial resistance genes at 

four sampling sites. Significantly correlated genes are highlighted. 
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Supplementary Table S3. Primers used for qPCR reactions in this work. 

Target gene Primer sequence (5’-3’) Product size Amplification efficiency Source 

qnrA 
F:ATTTCTCACGCCAGGATTTG 

R: CAGATCGGCATAGCTGAAG 
158 1.001 1 

qnrB 
F: GGMATHGAAATTCGCCACTG 

R: TTYGCBGYYCGCCAGTCGAA 
245 0.950 1 

qnrC 
F: CAATGGCGAATTTCCAAG 

R:ACCCGTAATGTAAGCAGAGC 
139 0.952 This study 

qnrD 
F:GAGCTGATTTTCGAGGGGCTA 

R:AGATCGGAGCCACGAAACAC 
190 0.944 This study 

qnrS 
F: GACGTGCTAACTTGCGTGAT 

R: TGGCATTGTTGGAAACTTG 
118 1.046 1 

aac(6')-Ib-cr 
F: GCGTTTTAGCGCAAGAGTCC 

R: GCCTTTGCCCAGTTGTGATG 
179 1.032 This study 

qepA 
F：TGTGGATCGCCGCGTTTT 

R：GCCAGCGTCAGCAGCATCA 
124 1.002 This study 

oqxA 
F:GGGATAGTTTTAACGGTCGCATTG 

R:TTCACGGGAGACGAGGTTGGT 
266 1.048 2 

oqxB 
F:TCCTGATCTCCATTAACGCCCA 

R:ACCGGAACCCATCTCGATGC 
131 1.086 3 

16S rDNA 
F: CCCAGATGGGATTAGCTTGT 

R: TCTGGACCGTGTCTCAGTTC 
106 1.008 4 

blaTEM 
F:GCKGCCAACTTACTTCTGACAACG 

R:CTTTATCCGCCTCCATCCAGTCTA 
247 1.055 5 

BlaSHV 
F:GATGAACGCTTTCCCATGATG 

R:CGCTGTTATCGCTCATGGTAA 
214 1.023 6 

blaCTX-M 
F: ATTCCRGGCGAYCCGCGTGATACC 

R:ACCGCGATATCGTTGGTGGTGCCAT 
227 0.960 7 



blaCMY 
F:CGTTAATCGCACCATCACC 

R:CGTCTTACTAACCGATCCTAGC 
172 0.933 8 

blaDHA 
F:AACTTTCACAGGTGTGCTGGGT 

R:GCTGCCACTGCTGATAGAA 
218 1.033 9 
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